ABSTRACT Colinet, D., Kummert, J., Lepoivre, P., and Semal, J. 1994 PCR experiments. The degenerate primers were derived from conserved regions ofthe genome ofpotyviruses encoded by codons of low degeneracy (5). The nucleotide sequence between the two primers, Pot I (a 25-mer oligonucleotide with a l8-fold degen-' eracy) and Pot 2 (a 26-mer oligonucleotide with a 24-fold degeneracy) spans part of the nuclear inclusion b protein and the coat protein cistrons (Fig. 1) 
,000 nucleotides (15) . Sweetpotato may be affected by five major potyviruses (12) , among which sweetpotato feathery mottle virus (SPFMV) is the most thoroughly characterized (1, 12) and is frequently identified worldwide as a component of viral complexes (12, 22) . The ubiquitous nature of SPFMV interferes with isolation and identification of other sweetpotato viruses (12) .
The polymerase chain reaction (PCR) enabled the detection of plant viruses belonging to geminiviruses (18,19) , luteoviruses (17) , and potyviruses (5, 11, 13) . In previous work, we developed a rapid method for the amplification of large fragments of the genome of a SPFMV isolate from China (SPFMV-CH), using PCR with degenerate primers (5) .
Sequence comparisons and biochemical analysis showed that the N-termini of the coat protein of distinct potyviruses may vary considerably in length and sequence, whereas the C-terminal twothirds of the protein is highly conserved (21) . We report here on the use of degenerate primers designed to amplify the variable S'-terminal region of the coat protein cistron (5) 
RESULTS
Amplification and cloning of the PCR products. The amplifications were carried out on totai RNA isolated from sweetpotato clones I and 530, using degenerate primers designed to amplify the variable 5'-terminal region of the coat protein cistron together with the 3'-terminal region of the nuclear inclusion b protein cistron of potyviruses (Fig. l) (5 (Fig. 2) (5, 16 The partial deduced amino acid sequences of the 1.30-and 1.45-kb amplified fragments were aligned with those of part of the C-terminal region of the nuclear inclusion b protein (Fig.  4 ) and the N-terminal region of the coat protein (Fig, 5 ) of SPFMV-CH (5), plum pox virus (10), potato virus Y (PVY; l6), tobacco etch virus (TEV; 2) and tobacco vein mottling virus (TVMV; 6). Alignment in Figure 4 revealed the presence in the deduced amino acid sequences of the 1.45-and the 1.30-kb fragments, of the consensus motif GNNSGQPSTVVDNTLMV, involved in the putative RNA polymerase function of potyviruses (2, 7, 9, 14) . Alignment in Figure 5 amplified from a potyvirus related to typical aphid-transmitted members of the virus group. Apart from SPFMV, only sweetpotato vein mosaic virus (SPVMV) has been described as an aphid-transmitted potyvirus infecting sweetpotato (12) . SPVMV has been reported only in Argentina and has not been adequately characterized (12) 
